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Background: Household contact with an index case of an infectious disease is a known risk factor for
infection transmission. However, such contact may be underestimated due to the dynamic nature of
households, particularly in longitudinal studies. Such studies generally begin with contact defined at a single
point in time (‘snap-shot’), leading to contact misclassification for some individuals who actually experienced
contact before and after the snapshot.
Objective: To quantify contact misclassification with index cases of disease in households.
Methods: Historical data of 112,026 individuals from 17,889 households from an epidemiological study on
leprosy in northern Malawi were used. Individuals were interviewed in the early 1980s and followed up over
5 years. It was possible to trace whether individuals died, changed household within the area, or moved out of
the area between the two surveys.
Using a 10% sample of households as the starting population and parameters for demographic and
household changes over 5 years, the extent of contact misclassification was estimated through a simulation
model of household dynamics, which traced contact with index cases in households over time. The model
thereafter compared initial contact status and ‘true’ contact status generated from simulations.
Results: The starting population had 11,401 individuals, 52% female, and 224 (2%) leprosy index cases.
Eleven percent of the households had at least one index case resident and 10% (1, 177) of non-case individuals
were initial contacts. Sensitivity of initial contact status ranged from 0.52 to 0.74 and varied by age and
sex. Sensitivity was low in those aged 2029 and under 5 years but high in 5- to 14-year-olds. By gender,
there were no differences among those aged under 5; females had lower sensitivity among those aged under
20 and higher for those above 30, respectively. Sensitivity was also low in simulations of long incubation
periods.
Conclusion: This work demonstrates the implications of changes in households on household contact-
associated disease spread, particularly for long durations of follow-up and infections with long incubation
periods where earlier unobserved contact is critical.
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O
ne way to determine risk of disease in popula-
tions or communities is through contact tracing
to see whether someone who has had contact
with index cases develops the disease. Such contact is
often recorded at school, household or familial level 
standardised settings which control for the environment
or human behavioural factors.
Over decades, households and closed communities
have proved to be useful (14) for generating knowledge
of the communicability of various infections. In these
instances, exposure and susceptibility are derived by
observing spread within households, where close contact
and mixing are easily identified (2, 58). If an infected
person is present in a household, household members
may be at an elevated risk of infection because closeness
of contact is likely to be related to dose intensity or
degree of infectivity (1, 2), which, in turn, is related to the
infection transmission and occurrence of disease.
There have been several studies of infection transmis-
sion in households, mainly acute communicable diseases
such as measles, influenza, and diphtheria (16, 913),
where index cases of infection are easily identified and
incubation periods are short. In contrast, for chronic
infections (1416), it is much harder to derive infection
transmission knowledge because of the long and variable
incubation period of the disease (17, 18) and the dynamic
contact networks over time (6, 7, 19). Although many
studies on actual transmission have been carried out and
are well documented, very few (5, 6, 19) have looked at
the number of the susceptible population that have been
missed due to the assumption that the contact’s details
have remained static (1922).
Although there are practical challenges, studies have
been conducted which have attempted to trace contacts
over time. For example, studies of newly diagnosed
tuberculosis cases emphasise examining all close contacts
at the time of diagnosis (14, 2325) and retrospective
investigation to trace their contact histories (26, 27).
However, contact histories of diagnosed cases prior to the
time of diagnosis are subject to considerable error,
especially so for those who lived in different households
compared to the one in which they lived when recorded at
the time of diagnosis (2, 15, 24, 26, 27). Furthermore,
casual and transient contact with infectious cases in these
households, over time, may go unnoticed but could play a
significant role in transmission of infection. Models
developed on the risk of contact are simplistic and make
assumptions that are not informed by direct data sources
(6, 7, 19). Therefore, there is considerable scope for
misclassification. This necessitates investigations through
simulations of household dynamics to provide an under-
standing of the magnitude of the problem of contact
misclassification through dynamic contact networks.
While some studies have acknowledged problems of
misclassification and the use of simplistic random mixing
assumptions (6, 28), very few have investigated these
issues further except through validation studies con-
ducted outside the study populations (6, 21, 23, 24, 29).
This study aimed to quantify misclassification of contacts
with an index case of disease in households.
Methods
Study design and population
This study utilised data from a large epidemiological
study of leprosy in Karonga District, Northern Malawi.
Details of the methodology, including data management
and procedures to ensure good quality data, are explained
elsewhere (30, 31). Briefly, the data were collected through
two linked population surveys. The first survey (LEP-1)
was carried out from early 1979 to 1984 and the second
survey (LEP-2) from 1986 to 1989. Individuals were
assessed for disease in LEP-2. Individuals were uniquely
identified and linked to households in which they resided
during LEP-1 and LEP-2. An effort was made in LEP-2
to trace all individuals identified in LEP-1. It was
therefore possible to collect socio-demographic data and
trace whether individuals died, changed household
within the area or moved out of the area between the
two surveys.
A household was defined as a group of people living
together and acknowledging one person as the head.
Information collected on uniquely identified households
included geographical location, head of household and
household assets. Index cases were defined as individuals
diagnosed as having leprosy prior to or at their first
examination in the LEP-1 survey. Incident cases were
those cases diagnosed only after the first examination.
Observed contacts were individuals who resided in a
household with an index case of leprosy whereas non-
contacts were individuals who were assumed to never have
had any household contact with an index case of disease.
Sensitivity of initial contact status
Before describing the stochastic micro-simulation model,
we first define sensitivity of initial contact status. The
simulation model of household changes traced contact
histories of individuals over time. The contact status
generated through simulations was considered as the
‘true’ underlying state of household contact status of an
individual by the end of follow-up. This study compared
initial (observed) contact status at baseline and ‘true’
underlying contact status from simulations and computed
sensitivity of initial contact status, defined as the propor-
tion of true contacts that were correctly observed as
contacts at the start of follow-up.
Due to the long and variable incubation period of
diseases such as leprosy and tuberculosis, some incident
cases that arise during the follow-up period may be
attributable to earlier household contact before the
Tobias Chirwa et al.
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period of study rather than that recognised at baseline or
during follow-up. Thus, sensitivity was calculated using
two approaches to take into account, separately, house-
hold contacts before and during the study.
‘Forward’ sensitivity is appropriate for situations
in which the incubation period of disease is relatively
short and most contacts leading to disease occur during
the study period. ‘Forward’ sensitivity of contact status
was thus defined as the proportion of individuals in
contact with at least one (index) case at any time during
follow-up that were correctly observed as contacts at
baseline.
‘Backward’ sensitivity relates to the measure of rele-
vant contact, which occurred in the past, before baseline
assessment. ‘Backward’ sensitivity of contact status was
defined as the proportion of individuals who were in
contact with at least one (index) case prior to the onset of
follow up that were correctly recognised as contacts at the
start of follow-up.
Micro-simulation model for household dynamics
A stochastic micro-simulation model of household
dynamics, which affect household contact status over a
period of time, was developed using extrinsic processes,
mainly demographic events (32), model dynamic contact
networks, as outlined by Bansal et al. (19). The key
demographic events modelled at individual level were:
birth, death, marriage, migration into and out of the
district, respectively, and individual household change
within the district. These events were chosen because they
are critical to changes in a population structure and that
directly affect household composition, with implications
for household contact with index cases of disease.
An initial sample of individuals and their attributes
(32) was obtained from the actual LEP population
defined by age, sex, and household. Initially, non-case
individuals who were resident in households with an
index case of disease were considered as contacts whereas
those who were resident in non-case households were
considered as non-contacts. The demographic events were
simulated on an individual and annual basis. Histories of
household contact with index cases were tracked through
the simulation model and values of sensitivity of initial
contact status were calculated based on these histories.
The annual probabilities of an individual experiencing
change of household and each of the demographic
events were derived from either the LEP or census data
(Table 1) (33).
Figure 1 presents an overview of the micro-simulation
model. Only key procedures for household contact are
presented below, with further details of the specific
procedures presented in Appendix A.
Change of household
The simulation modelled annual movements of indivi-
duals within the study area by checking whether their
current household was different compared to the one they
resided in the preceding year. If the two households were
different, then the model recorded a change in household.
At the start of the simulation, the ‘true’ contact status
of an individual was set to either ‘Yes’ if they were
already in household contact with an index case at the
start of the simulation or ‘No’ if they had no such
household contact. The ‘true’ contact status was succes-
sively updated on an annual basis during the simulation
period. In addition, the initial duration of contact with
an index case was set to either 0 if one was not in
household contact with a case or one for those already in
contact with an index case at the start of the simulation.
If an individual who had been in contact with a case
before moved into a case household, the duration of
contact was incremented by one. If the individual had not
been in contact with a case before only their ‘true’ contact
status is changed to ‘Yes’. For all changes in household
that were executed by the simulations, the new
and previous sizes of households were increased and
decreased by 1, respectively.
Furthermore, if an index case of disease moved into a
household, the ‘true’ contact status of individuals in that
household who were not in contact with a case before was
changed and duration of contact was increased by 1.
However, if individuals in the new household were
Table 1. Annual probabilities of demographic events occurring by age and sex, Karonga District, northern Malawi 197989
Age group (in years)
Event Sex 0 14 59 1014 1519 2024 2529 3044 45
Death Male 0.1523 0.0392 0.0077 0.0047 0.0033 0.0038 0.0069 0.0063 0.0254
Female 0.1259 0.0297 0.0071 0.0045 0.0024 0.0062 0.0051 0.0074 0.0226
Change of household Male 0.0500 0.0500 0.0439 0.0476 0.0836 0.1274 0.0799 0.0321 0.0168
Female 0.0528 0.0528 0.0558 0.1125 0.1801 0.1079 0.0658 0.0428 0.0347
Out-migration Male 0.0229 0.0229 0.0204 0.0247 0.0402 0.0535 0.0403 0.0283 0.0075
Female 0.0252 0.0252 0.0276 0.0321 0.0387 0.0459 0.0228 0.0173 0.0049
Contact status misclassification in longitudinal studies
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already contacts, only the duration of contact was
increased.
Demographic events
The positions of individuals in a household were cate-
gorised as ‘head’, ‘member’, and ‘other’ (visitor, em-
ployed worker, renter, or their relatives). A ‘member’
could be a spouse, child, or a relative to the spouse of
head or head himself. Allocation of positions to house-
hold occupants was carried out to maintain culturally
recognised household structures after simulating demo-
graphic and other key events, but did not have any
implications for determining contact status.
If any individual other than a head of household died,
out-migrated or changed household, the individual’s
record was marked for removal from their current
household. If the individual were in a single-person
household, that household was dissolved.
A head of household is a key individual and any
demographic event associated with a head has implica-
tions for household dissolution and further contact with
index cases of disease. If a head of household died, out-
migrated, or changed household within the district, the
oldest ‘member’ of that household aged more than 18
years was assigned as the new head. However, if the oldest
‘member’ was below 18, that household was dissolved
and its occupants were randomly allocated to other
existing households using the neighbourhood preference
approach explained in this article. Such allocation of
positions and to households was justified from the LEP
data (33).
Household allocation procedure
Allocation of households to individuals marked as having
either changed households, in-migrated or whose house-
holds had been dissolved was carried out on an annual
basis. Individuals who changed households were either
randomly allocated (with probability 0.05) to newly
formed households or to existing households.
The allocation of individuals to existing house-
holds was influenced by ‘proximity’ of households. It
was assumed (and this was the case in LEP data) that the
closer the household serial numbers, the smaller the
physical distance between the households and the more
likely a movement was to occur between them.
Generation of the destination existing (new) household
serial number for individuals who moved was a function
of the previous household, based on a standard normal
random value and pre-determined constant standard
deviation. Explicitly, HnH09Z* s, where Hn and H0
are new and previous household serial numbers; Z and s
are the standard normal random value and standard
deviation, respectively. The choice of standard deviation
was such that a large proportion of individuals were
allocated to nearby households although some still
moved considerable distances.
Generation of incident cases
It was inevitable that some initial index cases would be
lost to migration and death during the simulation period.
Thus, to avoid depletion of ‘index cases’ over time,
incident cases were generated based on age and sex
incidence rates obtained from previous studies in the
same population. The incident cases generated in simula-
tions of long incubation periods were assumed to become
infectious at onset of disease and to remain infectious for
3 years.
Simulation runs
In general, 50 simulations of up to a 5-year period each
were run and each simulation run produced ‘forward’ and
‘backward’ sensitivity of contact status values by age
and sex. For ‘backward’ sensitivity, the length of ob-
servation time prior to the start of study, required to
identify the relevant ‘window of opportunity of contact’
was carefully defined since not all earlier contact may be
relevant for disease that may be observed in the study
period.
This was achieved by running a series of simulations
of 10-year periods and investigating how varying the
length of observation time prior to the start of study
affected household contact status misclassification.
Fifty simulations of 10-year periods each were run
with incubation periods of 5, 7 and 9 years separately.
Initial population
by age, sex and
household  
End process
Annual simulation of death, migration,
birth and movements within study area 
Initial household contact status at start
determined by whether a household has
index case of disease or not   
Annual revision of population
size by households 
Annual revision of household
contact status 
Fig. 1. Overview of the stochastic micro-simulation model
for household dynamics.
Tobias Chirwa et al.
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For example, to calculate sensitivity based on an n-year
incubation period and for a 10-year simulation period, we
were interested in contacts arising between b-n and e-n,
where b and e are beginning and end of the cohort study
period, respectively.
The mean sensitivity of contact status was the average
over all the simulation runs. The 95% confidence intervals
of sensitivity of contact status are calculated assuming
normality with standard deviation calculated from the
generated sensitivity values. The crude 95% confidence
intervals (34) were given by obtaining the 2.5th and
97.5th percentiles of values of sensitivity of initial contact
status. Values of the sensitivity have been estimated for
different age and sex categories and long incubation
period circumstances. The simulations were run using
SAS/IML (Macros).
Stability of the model
Stability of the model was investigated by comparing
structure of the population and household size distribu-
tion before and after simulations. The household size,
age, and sex distributions were approximately similar
(data not shown) reflecting how well the simulation
captures the original structure. The minor differences
were considered acceptable for the purpose of tracking
contact status.
Results
This section presents results from the simulation
model. It includes both forward and backward sensitivity
of contact status based on annual household changes
and also based on the duration of follow-up. Results
from demographic and household dynamics analysis
based on these LEP data have been published elsewhere
(33, 35).
Sensitivity of contact status
Forward sensitivity based on lower and upper mean rate
of household change
Being the most important input parameter for determin-
ing misclassification, simulations of 5-year periods each
were run separately using the 95% lower and upper
confidence limits of the annual rate of change of house-
hold (Table 2) to assess the extent of variation in
sensitivity. The sensitivity values obtained from these
simulations were compared to those obtained using the
‘mean’ annual rate of household change. Only small
differences in the ‘forward’ sensitivity of contact status
were observed regardless of whether one used the 95%
confidence limits or mean. Thus, it was deemed adequate
to only investigate sensitivity values based on the mean
annual rate of changing household. T
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Forward sensitivity of contact status
Table 3 presents estimates of the ‘forward’ sensitivity of
contact status by age (defined at LEP-1) and sex, with
duration of follow-up varying from 1 to 5 years.
As expected, the sensitivity declined with duration of
follow-up. Sensitivity values for a 1-year period of follow-
up were over 85% whereas those for a 5-year period
ranged between 50 and 75%.
The age and sex distribution of sensitivity values for
the 5-year duration of follow-up were the same under
50 and 100 simulation runs of the model. The sensitivity
values showed no apparent sex differences for children
aged less than 5. The distribution of the forward
sensitivity peaked at 73 and 68% in boys and girls aged
59 years, respectively. The values were lower among
females than males in age groups 519 and were lowest
in the 2529 age groups in both males and females (56
and 52%, respectively). Household contact misclassifica-
tion decreased with age for individuals over 30, with
greater misclassification for males than females.
Crude 95% confidence intervals for ‘forward’ sensitivity
The sources of uncertainty in sensitivity of contact status
may be due not only to variation in change of household
but also to stochastic variability in the simulations. The
latter reflects our uncertainty about the relation between
the contact status and demographic events of interests. In
that regard, the crude 95% confidence limits of sensitivity
of contact status from the simulation model capture this
stochastic variability.
From Figs. 2a and 2b, we noted that the crude 95%
confidence intervals for the sensitivity of contact status
were much wider than those obtained using a relative
precision of 20% (chosen arbitrarily) of the mean
annual household change. The width was more pro-
nounced for those aged less than 1 year and those aged
2529 years.
The crude 95% confidence intervals gave the bounds
within which the true value of age/sex specific sensitivity
of initial contact status was expected to lie without
varying the input parameters of the model. However,
even after varying the estimates of change of household
by up to 20%, we still got values of sensitivity of initial
contact status that lay within the crude 95% confidence
intervals across all age groups.
Backward sensitivity of initial contact status
Some incident cases that arise during a follow-up
period of study may partly be attributable to contact
which occurred prior to the period of study. Table 4
shows the expected trend of decline in sensitivity of initial
contact status with increasing incubation period.
Discussion
This paper has demonstrated some of the complicated
household dynamic issues, which affect efforts to study
contact-associated spread of infectious diseases. As
shown by Pickles (24) at community level, real-time
contact tracing, even in acute infections, has challenges of
identifying source cases of infection, their contacts as well
as secondary cases. This problem is greater in chronic
infections with long incubation periods. Whereas in acute
infections, it is safe to assume static contact networks,
this assumption fails in chronic infections where contact
networks are dynamic. Thus, without good quality data,
estimation of infection transmission through household
contacts is a challenge.
Furthermore, various mathematical or statistical mod-
els have been developed to investigate infection transmis-
sion through contact networks (5, 19, 2123, 29, 36).
Most of these have assumed static contact leading to the
Table 3. Forward sensitivity of initial contact status by age and sex from 50 simulation runs with different duration of follow-up
based on contact with all index cases
Duration of follow-up (in years)
Age group
(in years)
1 2 3 4 5
Male Female Male Female Male Female Male Female Male Female
0 0.89 0.87 0.79 0.80 0.71 0.71 0.66 0.65 0.62 0.60
14 0.93 0.91 0.86 0.83 0.78 0.78 0.70 0.70 0.66 0.66
59 0.92 0.92 0.84 0.82 0.81 0.78 0.77 0.72 0.73 0.68
1014 0.90 0.89 0.85 0.81 0.79 0.73 0.74 0.69 0.72 0.65
1519 0.87 0.87 0.80 0.78 0.72 0.72 0.64 0.64 0.62 0.58
2024 0.87 0.83 0.77 0.75 0.69 0.69 0.66 0.66 0.59 0.61
2529 0.86 0.89 0.77 0.79 0.69 0.67 0.60 0.54 0.56 0.52
3044 0.87 0.90 0.76 0.81 0.69 0.76 0.64 0.71 0.62 0.67
45 0.90 0.92 0.85 0.87 0.79 0.82 0.74 0.77 0.70 0.74
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potential under-estimation of household contact asso-
ciated risks. This paper is one such attempt to use
dynamic household contact networks and to provide
relevant background for future improvements where
more reliable data are available. We were able to estimate
movements of index cases and their contacts and contact
status misclassification.
Despite the significance of the results for public health,
the study was not without limitations. The major
assumption made was that rates of deaths, migration,
and movement between households are constant and
random during the period of the simulation. However, in
most societies, household change by a parent may imply
particular changes for their children but such data were
not available.
We also assumed that disease status in index cases is
not misclassified, that distance between households does
not affect infection and that the incubation period is
fixed. It is known that incubation period, for example, of
tuberculosis (37, 38), may depend on age at exposure and
dose of the infectious agent. Because little is known on
the distribution of the incubation period of leprosy, we
assumed different fixed incubation periods.
Finally, this study only looked at tracing contact within
households to investigate the traceable extent of mis-
classification. Household is one of the many contact
points and contact outside the household such as at
work, school, travel, and community gatherings were not
considered in our simulations.
Not even a detailed stochastic simulation model such
as this can capture all of the household changes. A model
is by definition a simplification of reality and should not
be over-interpreted. The complexity of the model can
vary depending on time and the research question. In this
paper, the objective was to enhance the understanding of
the principles of household dynamics and how they affect
household contact.
The propensity of an individual to change household
has important implications for contact status misclassi-
fication. A low sensitivity of initial contact status
measure is a reflection of a high rate of household
change. This study has shown that the distribution of
sensitivity values with age is inversely related to the rate
of household change, which is low in children but high in
young adults. The observed earlier lower sensitivity
among young adult females compared to males is related
to earlier household change for females largely due to
early onset of marriage. There were no apparent sex
differences in sensitivity values for children aged less than
5 years, as their movements are largely dependent on
their parents or guardians.
The longer the duration of follow-up, the greater the
misclassification of contact status due to increased house-
hold dynamics. The ‘forward’ and ‘backward’ perspectives
in this paper describe an important distinction of contacts
arising during the follow-up period and unobserved
earlier relevant contact before the start of study. We
observed that, in general, values for ‘backward’ sensitivity
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Fig. 2. (a) Crude confidence intervals of initial contact status versus ‘true’ contact status (sensitivity) for females by age.
(b) Crude confidence intervals of initial contact status versus ‘true’ contact status (sensitivity) for males, by age.
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are lower than ‘forward’ sensitivity of initial contact
status. Further, the longer the incubation period, not
only are differences more pronounced but also the lower
the ‘backward’ sensitivity. This shows that the likelihood
for an actual earlier contact to go unrecognised can be
great leading to high contact status misclassification. It is
therefore important to appreciate that, when dealing with
household contact-associated spread of diseases, such as
leprosy and tuberculosis, much of the new disease
observed during follow-up may well be attributable to
unobserved earlier household contact.
The effect of household change may be reduced by
conducting studies on infection transmission within
households for shorter periods of follow-up and for
only those areas where the household change rates are
low, thus ensuring minimum contact status misclassifica-
tion. However, where such conditions are not possible,
estimations of misclassification values from this study are
useful in obtaining reliable estimates of risk of disease
associated with household contact in the same or similar
population settings.
This study has shown the extent of household contact
misclassification in a rural African setting in northern
Malawi. The demographic trends and issues that drive
mobility in various African countries are similar (3945)
and the findings are generally applicable regionally.
However, availability of good quality data to derive
parameters for modelling to generate reliable estimates
of risk of disease is a challenge. Currently, there is an
increase in longitudinal studies, especially demographic
surveillance sites (19, 4648), where such data is increa-
singly available for use in more appropriate dynamic
contact networks modelling.
Acknowledgements
We would like to thank the British Leprosy Relief Association
(LEPRA) who funded LEP with contributions from the British
Overseas Development Administration and the WHO/UNDP/
World Bank Special Programme for Research and Training in
Tropical Diseases (WHO/TDR).
Conflict of interest and funding
The authors have not received any funding or benefits
from industry or elsewhere to conduct this study.
References
1. Hope-Simpson R. Infectiousness of communicable diseases in
the household (measles, chickenpox, and mumps). Lancet 1952;
2: 54954.
2. Pickles WN. Epidemic catarrhal jaundice: an outbreak in
Yorkshire. Br Med J 1930; 1: 9446.
3. Pickles WN. Sonne dysentery in a Yorkshire dale. Lancet 1932;
220.
4. Pickles WN. ‘‘Bornholm’’ disease: account of a Yorkshire
outbreak. Br Med J 1933; 2: 8178.
5. Marathe A, Lewis B, Chen J, Eubank S. Sensitivity of household
transmission to household contact structure and size. PLoS One
2011; 6: e22461.
6. Potter GE, Handcock MS, Longini Jr, IM, Halloran ME.
Estimating within-household contact networks from egocentric
data. Ann Appl Stat 2011; 5: 181638.
7. Mossong J, Hens N, Jit M, Beutels P, Auranen K,
Mikolajczyk R, et al. Social contacts and mixing patterns
relevant to the spread of infectious diseases. PLoS Med 2008;
5: e74.
8. Noorden S. The epidemiology of leprosy. In: Hastings. RC, ed.
Leprosy. New York: Churchill Livingstone; 1985, pp. 1530.
9. Bowe WP, Hoffstad O, Margolis DJ. Upper respiratory tract
infection in household contacts of acne patients. Dermatology
2007; 215: 2138.
10. Johnson JR, Owens K, Gajewski A, Clabots C. Escherichia coli
colonization patterns among human household members and
pets, with attention to acute urinary tract infection. J Infect Dis
2008; 197: 21824.
11. Lietzau S, Raum E, von Baum H, Marre R, Brenner H.
Household contacts were key factor for children’s colonization
with resistant Escherichia coli in community setting. J Clin
Epidemiol 2007; 60: 114955.
12. Robinson JL, Lee BE, Patel J, Bastien N, Grimsrud K, Seal RF,
et al. Swine influenza (H3N2) infection in a child and possible
Table 4. Values of backward sensitivity of contact status (standard deviation) for contacts of all index cases from simulations
with long incubation period after 50 simulation runs of a 10-year period with fixed 5 years of follow-up
Length of incubation period (in years)
5 7 9
Age group (in years) Male Female Male Female Male Female
09 0.60 (0.0308) 0.60 (0.0295) 0.52 (0.0374) 0.52 (0.0310) 0.48 (0.0318) 0.48 (0.0308)
1014 0.62 (0.0358) 0.59 (0.0394) 0.54 (0.0413) 0.50 (0.0438) 0.51 (0.0478) 0.45 (0.0386)
1519 0.61 (0.0291) 0.57 (0.0405) 0.53 (0.0401) 0.46 (0.0391) 0.47 (0.0405) 0.43 (0.0456)
2024 0.60 (0.0367) 0.60 (0.0482) 0.50 (0.0505) 0.50 (0.0424) 0.43 (0.0421) 0.46 (0.0586)
2529 0.57 (0.0468) 0.67 (0.0373) 0.47 (0.0471) 0.57 (0.0434) 0.40 (0.0565) 0.54 (0.0475)
3044 0.64 (0.0427) 0.78 (0.0390) 0.56 (0.0426) 0.71 (0.0484) 0.51 (0.0529) 0.70 (0.0448)
45 0.68 (0.0320) 0.67 (0.0327) 0.60 (0.0449) 0.61 (0.0350) 0.56 (0.0402) 0.57 (0.0410)
Tobias Chirwa et al.
18
(page number not for citation purpose)
Citation: Glob Health Action 2013, 6: 19614 - http://dx.doi.org/10.3402/gha.v6i0.19614
D
ow
nl
oa
de
d 
by
 [L
on
do
n S
ch
oo
l o
f H
yg
ien
e &
 T
ro
p M
ed
ici
ne
] a
t 1
0:2
3 1
3 J
an
ua
ry
 20
18
 
community transmission, Canada. Emerg Infect Dis 2007; 13:
186570.
13. Yang Y, Halloran ME, Sugimoto JD, Longini IM, Jr. Detecting
human-to-human transmission of avian influenza A (H5N1).
Emerg Infect Dis 2007; 13: 134853.
14. Ahiko T. Family contact examination for tuberculosisthe
current situations and perspective. Kekkaku 1990; 65: 73946.
15. Khalilzadeh S, Masjedi H, Hosseini M, Safavi A, Masjedi MR.
Transmission of Mycobacterium tuberculosis to households of
tuberculosis patients: a comprehensive contact tracing study.
Arch Iran Med 2006; 9: 20812.
16. White JM, Higgins EM, Fuller LC. Screening for asymptomatic
carriage of Trichophyton tonsurans in household contacts of
patients with tinea capitis: results of 209 patients from
South London. J Eur Acad Dermatol Venereol 2007; 21:
10614.
17. Fine PE. Leprosy: the epidemiology of a slow bacterium.
Epidemiol Rev 1982; 4: 16188.
18. Hastings R, ed. Leprosy. New York: Churchill Livingstone;
1985.
19. Bansal S, Read J, Pourbohloul B, Meyers LA. The dynamic
nature of contact networks in infectious disease epidemiology.
J Biol Dyn 2010; 4: 47889.
20. Glass LM, Glass RJ. Social contact networks for the spread of
pandemic influenza in children and teenagers. BMC Public
Health 2008; 8: 61.
21. Scellato S, Musolesi M, Mascolo C, Latora V. On nonstatio-
narity of human contact networks. Cambridge: University of
Cambridge; 2010.
22. Kim H, Tang J, Anderson R, Mascolo C. Centrality prediction
in dynamic human contact networks. Cambridge, UK:
University of Cambridge; 2012.
23. Crampin AC, Glynn JR, Traore H, Yates MD, Mwaungulu L,
Mwenebabu M, et al. Tuberculosis transmission attributable to
close contacts and HIV status, Malawi. Emerg Infect Dis 2006;
12: 72935.
24. Kritski AL, Marques MJ, Rabahi MF, Vieira MA, Werneck-
Barroso E, Carvalho CE, et al. Transmission of tuberculosis to
close contacts of patients with multidrug-resistant tuberculosis.
Am J Respir Crit Care Med 1996; 153: 3315.
25. Mtombeni S, Mahomva A, Siziya S, Sanyika C, Doolabh R,
Nathoo KJ. A clinical evaluation of children under the age of
five years who are household contacts of adults with sputum
positive tuberculosis in Harare, Zimbabwe. Cent Afr J Med
2002; 48: 2832.
26. Frost WH. Risk of persons in familial contact with pulmonary
tuberculosis. Am J Public Health Nations Health 1933; 23:
42632.
27. Frost WH. The familial aggregation of infectious diseases. Am J
Public Health Nations Health 1938; 28: 713.
28. Fine PE, Sterne JA, Po¨nnighaus JM, Bliss L, Saui J, Chihana A,
et al. Household and dwelling contact as risk factors for leprosy
in northern Malawi. Am J Epidemiol 1997; 146: 91102.
29. Takeuchi F. Effectiveness of vaccination strategies for infectious
diseases according to human contact networks. Jpn J Infect Dis
2005; 58: S167.
30. Ponnighaus JM, Fine PE, Maine N, Bliss L, Kalambo M,
Ponnighaus I. The lepra evaluation project (LEP), an epide-
miological study of leprosy in northern Malawi. II: prevalence
rates. Lepr Rev 1988; 59: 97112.
31. Ponninghaus JM, Fine PE, Bliss L, Sliney IJ, Bradley DJ,
Rees RJ. The LEPRA evaluation project (LEP), an epidemio-
logical study of leprosy in Northern Malawi. I. Methods. Lepr
Rev 1987; 58: 35975.
32. Clarke M. Demographic processes and household dynamics: a
microsimulation approach. In: Woods RRP, ed. Population
structures and models: developments in spatial demography.
Boston, Massachusetts/London, England: George Allen and
Unwin; 1986 pp. 24572.
33. Chirwa TF, Ponnighaus S, Malema J, Kileta S, Zaba B, Bliss L,
et al. Household dynamics in northern Malawi during the 1980s.
SAJDem 2006; 9: 123.
34. Carpenter J, Bithell J. Bootstrap confidence intervals: when,
which, what? A practical guide for medical statisticians. Stat
Med 2000; 19: 114164.
35. Chirwa T, Floyd S, Zaba B, Fine PE. Demographic analysis of
the population of Karonga District, northern Malawi, in
the early years of the HIV epidemic (198090). SAJDem 2005;
10: 124.
36. Ames GM, George DB, Hampson CP, Kanarek AR, McBee
CD, Lockwood DR, et al. Using network properties to predict
disease dynamics on human contact networks. Proc Biol Sci
2011; 278: 354450.
37. ten Asbroek AH, Borgdorff MW, Nagelkerke NJ, Sebek MM,
Deville´ W, van Embden JD, et al. Estimation of serial in-
terval and incubation period of tuberculosis using DNA
fingerprinting. Int J Tuberc Lung Dis 1999; 3: 41420.
38. Vynnycky E, Fine PE. Lifetime risks, incubation period, and
serial interval of tuberculosis. Am J Epidemiol 2000; 152:
24763.
39. Foote, KA, Hill KH, Martin LG, eds. Demographic change in
sub-Saharan Africa. Washington, DC: National Academy Press;
1993.
40. Kekovole J. Demographic levels and trends in sub-Saharan
Africa. IPPF Med Bull 1985; 19: 24.
41. Malmberg B. Demography and the development potential of
Sub-Saharan Africa. Stockholm: Department of Human
geography, Stockholm University; 2008, p. 34.
42. Marston M, Slaymaker E, Cremin I, Floyd S, McGrath N,
Kasamba I, et al. Trends in marriage and time spent single in
sub-Saharan Africa: a comparative analysis of six population-
based cohort studies and nine demographic and health surveys.
Sex Transm Infect 2009; 85(Suppl 1): i6471.
43. Pelchat Y. Demographic trends in Sub-Saharan Africa: the
ambiguity of ‘‘cultural’’ explanations. Cah Que Demogr 1996;
25: 13362.
44. UN-DESA, 20082009 Trends in Sustainable Development 
Africa report Demographic trends. United Nations, 2008.
45. Walle van de E, Kekovole J. Demographic trends in Sub-
Saharan Africa. University of Pennsylvania, Philadelphia, 1986.
46. Baiden F, Hodgson A, Binka FN. Demographic surveillance
sites and emerging challenges in international health. Bull World
Health Organ 2006; 84: 163.
47. Chandramohan D, Shibuya K, Setel P, Cairncross S, Lopez AD,
Murray CJ, et al. Should data from demographic surveillance
systems be made more widely available to researchers? PLoS
Med 2008; 5: e57.
48. Clark SJ. Evaluating the performance of demographic sur-
veillance systems: adult mortality, in adult mortality in the
developing world: methods and measures. California: Marconi
Conference Center; 2004.
*Tobias Chirwa
Division of Epidemiology and Biostatistics
School of Public Health
Faculty of Health Sciences
University of the Witwatersrand, Johannesburg
7 York Road, Parktown 2193
South Africa
Email: tobias.chirwa@wits.ac.za
Contact status misclassification in longitudinal studies
Citation: Glob Health Action 2013, 6: 19614 - http://dx.doi.org/10.3402/gha.v6i0.19614 19
(page number not for citation purpose)
D
ow
nl
oa
de
d 
by
 [L
on
do
n S
ch
oo
l o
f H
yg
ien
e &
 T
ro
p M
ed
ici
ne
] a
t 1
0:2
3 1
3 J
an
ua
ry
 20
18
 
